ABSTRACT Epicoccum nigrum is a common mitosporic fungus of the Didymellaceae (Ascomycota) family known for the production of numerous secondary metabolites. Here, we present the 34.7-Mbp draft genome sequence of strain ICMP 19927 assembled from a range of short-insert and long-insert Illumina libraries.
9,495 genes predicted for pathogenic Epicoccum sorghinum (20, 21) . This annotated genome sequence is only the fourth from the Didymellaceae family and will contribute to a better understanding of the phylogenetic diversity and metabolic potential of E. nigrum. Accession number(s). This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession no. NCTX00000000. The version described in this paper is the first version, NCTX01000000.
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